Random Amplified Polymorphic DNA (RAPD) banding patterns of selected potato (Cara) and (Lady Rosetta), under seawater salinity stress, on agarose gel showed (9 and 10) distinct RAPD profiles generated by five of different 10-mers oligonucleotides primers. The recorded RAPD data of both potato genotypes showed highly polymorphism and low levels of similarity between and inside the treated samples and the untreated control sample. The RAPD analysis of the treated plants of Lady Rosetta showed 363 amplified bands of the treated and control plants whereas the treated plants distributed as ~50.41% unique polymorphic bands, ~29.75% of repeated polymorphic bands and ~6.89% of monomorphic bands as compared with the control plants which showed ~8% unique polymorphic bands and ~4.95% monomorphic bands. However, with Cara, the RAPD analysis showed 227 amplified bands of the treated and control plants whereas the treated plants distributed as ~48.02% of unique polymorphic bands and ~31.28% of repeated polymorphic bands and ~4.4% of monomorphic bands as compared with the control plants which showed ~13.22% unique polymorphic bands and ~3.08% monomorphic bands as compared with the treated plants. There is no doubt that, the gain or the loss of parts of the DNA may consider as speculation the reason for salinity tolerance in the presented work. On the other hand, the exposure to the salinity stress leads to induce changes on the DNA level.
(Vivantis) includes fragments ranging from 100-3000 base pairs was used to demonstrate DNA size and intensity of each sample band of potato genotype Cara. The DNA samples (10 ng/µl / sample) were diluted with TE buffer (10 mM Tris-Cl, pH 7.5 and 1 mM EDTA.pH 8). RAPD amplification was carried out with a set of five random 10-mer primers were selected and named OP-A 10 ( 5'-GTG ATC GCA G-3') , OP-A 12 (5'-TCG GCG ATA G-3'), OP-A 13 (5'-CAG CAC CCA C-3'), OP-D 05 (5'-TGA GCG GAC A-3'), and OP-D 07 (5'-TTG GCA CGG G-3') and revealed discernible polymorphism among the selected potato plants. These primers were synthesized at Metabion International AG, Germany. The amplification reaction was carried out in 25 µl total volume containing Ix PCR buffer, 1.5 mM MgCl, 2 mM dNTPs, 2.5 U Taq DNA polymerase (all reagents from Promega Corp., USA), l0mM primer and 25 ng template DNA.
PCR amplification was performed in Biometra thermal cycler apparatus (Biomedizimsche Analytik GmbH). The amplification was programmed at 94°C for 5 min as an initial denaturation cycle, followed by 35 cycles comprised of denaturation step at 94°C for 1 min, an annealing step at 36°C for 1min, then an extension step at 72°C for 1min, the primer extension step was extended to 7 min at 72 °C in the final cycle. PCR products were mixed with 5 µl gel loading dye (6X dye: 0.25% bromophenol blue, 0.25% xylene cyanol FF, 30% glycerol in water) and spun briefly in microcentrifuge before loading. The amplification products were resolved by electrophoresis in a 1.5% agarose gel containing ethidium bromide (0.5µg/ml) in IX TBE buffer at 95 volts. PCR products were visualized on UV light and photographed using a gel documentation system (BIO-RAD). The molecular sizes and DNA concentrations of bands were automatically estimated according to the used marker and using the GelAnalyzer2010a program (http://www.gelanalyzer.com/ index.html).
Results and Discussion RAPD analysis of potato (Lady Rosetta)
The recorded data of the amplified DNA ( Figure 1 and Tables 1) referred that with random primer OP-A12 with treated plants, there were 64 polymorphic bands distributed as 41 unique polymorphic bands and 23 repeated polymorphic bands. However, the other four primers showed the unique polymorphic bands, repeated polymorphic bands and monomorphic bands as following data, with OP-A10 random primer, there were 54 bands showing 47 polymorphic bands distributed as 29 unique polymorphic bands, 18 repeated polymorphic bands and the rest bands were 7 monomorphic bands as shown ( Figure 1 and Table 2) ; with the OP-A13 random primer amplified 57 bands and recorded 50 polymorphic bands distributed as 31 unique polymorphic bands, 20 repeated polymorphic bands and the rest 6 bands were monomorphic bands as recorded ( Figure  1 and Table 3) ; whereas, the OP-D 05 random primer amplified 81 bands recorded 73 polymorphic bands distributed as 40 unique polymorphic bands, 33 repeated polymorphic bands and the rest 8 bands were monomorphic bands as shown ( Figure 1 and Table 4 ), however, OP-D 07 random primer amplified 60 bands recorded 56 polymorphic bands distributed as 46 unique polymorphic bands, 10 repeated polymorphic bands, and the rest 4 bands were monomorphic bands as shown ( Figure 1 and Table 5 ). However, the control generally with all the random primers showed 47 polymorphic bands distributed as 30 unique polymorphic bands and 17 monomorphic bands. *represent single nucleotide polymorphism between the treatments and control or within the treatments.
Figure 1: Amplified RAPD banding patterns show highly polymorphism of 10 distinct RAPD profiles (C1-9) generated with various Operon primers OP-A12, OP-A10, OP-A13, OP-D 05 and OP-D 07 for selected potato plants on various saline treatments of seawater, 1 (1000 ppm), 2 (2000 ppm), 3 (3000 ppm), 4 (4000 ppm), 5 (5000 ppm), 6 (6000 ppm), 7 (7000 ppm), 8 (8000 ppm) and 9 (9000 ppm). C1 is control, plants watered with normal water. Mt1= M is 100 bp DNA Ladder (BioLabs) includes fragments ranging from 100-1,517 base pairs. The 500 and 1,000 base pair bands have increased intensity to serve as reference points and t1 is potato Lady Rosetta. MW  C1  1  2  3  4  5  6  7  8  9  701-1517  0  0  0  0  0  0  0  0  841  866  501-700  0  512  507  549  0  0  554  0  646  659   401-500  466  0  433  0  466  461  0  497  482  426  417  0  0  413  0  0  421  401  413  0   301-400  367  383  387  367  383  379  375  367  0  0  328  346  346  0  0  332  313  304  310  332   201-300  274  283  286  261  289  286  274  274  274  283  240  248  253  0  258  253  201  201  201 *represent single nucleotide polymorphism between the treatments and control or within the treatments. *represent single nucleotide polymorphism between the treatments and control or within the treatments. *represent single nucleotide polymorphism between the treatments and control or within the treatments.
The previous data cleared that, the recorded bands with all Random (OP-A10, OP-A12, OP-A13, OP-D 05 and OP-D 07) primers were 363 bands used for study the initiated polymorphism in potato Lady Rosetta under stress of various saline seawater levels in comparison with the control plants. The comparison cleared that there were 316 (~87.05%) bands out of the 363 bands initiated by the random primers with tolerant plants and 47 (~12.95%) bands with control plants. However, there were 291 bands out of 316 bands of the treated plants showed polymorphism and distributed as 183 (~50.41%) unique polymorphic bands and 108 (~29.75%) of repeated polymorphic bands while the rest 25 bands (~6.89%) represented the monomorphic bands. However, 47 bands of the control plants showed 29 (~8 %) unique polymorphic bands and 18 (~4.95%) monomorphic bands as compared with the treated plants.
RAPD analysis of potato (Cara)
The recorded data of amplified DNA of potato Cara (Figure 2 and Tables 6 and 8) referred those random primers OP-A10 and OP-A13 showed only the polymorphism. The random primer OP-A10 declared 34 polymorphic bands distributed as 30 unique polymorphic bands and 4 repeated polymorphic bands, while the random primer OP-A13 gave 24 polymorphic bands distributed as 16 unique polymorphic bands and 8 repeated polymorphic bands. However, the other three primers showed the unique polymorphic bands, repeated polymorphic bands and monomorphic bands as following data; whereas the recorded bands with the random primer OP-A12 were 46 bands 44 of them showed 22 unique polymorphic bands and 20 repeated polymorphic bands, while the rest 4 bands were monomorphic bands as shown in (Figure 2 and Table 7) ; with the random primer OP-A05, there were amplified 32 bands which gave 27 polymorphic bands and recorded as 7 unique polymorphic bands 20 repeated polymorphic bands, while the rest 5 bands were represented monomorphic bands as recorded in (Figure 2 and Table 9 ); whereas, the random primer OP-D07 amplified 54 bands recorded 42 polymorphic bands that distributed as 34 unique polymorphic bands and 19 repeated polymorphic bands while the rest 1 band was monomorphic bands as in Figure 2 and Table 10 ). However, the control generally with all the random primers showed 37 polymorphic bands distributed as 30 unique polymorphic bands and 7 monomorphic bands. Figure 2 : RAPD banding patterns showed highly polymorphism of 9 distinct RAPD profiles (C-8) generated with various Operon primers OP-A12, OP-A10, OP-A13, OP-D05 and OP-D07 for selected potato plants on various saline treatments of seawater, 1 (1000 ppm), 2 (2000 ppm), 3 (3000 ppm), 4 (4000 ppm), 5 (5000 ppm), 6 (6000 ppm), 7 (7000 ppm) and 8 (8000 ppm). C is control plants watered with normal water. MT3= M is 058B_VC-100bp-Plus-DNA-Ladder (Vivantis) includes fragments ranging from 100-3000 base pairs. The 500 and 1,000 base pair bands have increased intensity to serve as reference points and T3 is potato Cara. C  1  2  3  4  5  6  7  8  1201-3000  1313  0  0  0  0  0  0  0  1863  901-1200  0  0  0  0  0  0  0  953  1023  601-900  619  0  0  0  0  0  0  748  801  501-600  0  511  0  0  0  0  0  542 The previous data cleared that, the recorded bands with all Random (OP-A10, OP-A12, OP-A13, OP-D05 and OP-D07) primers were 227 bands used for study the initiated polymorphism in potato Cara under stress of various saline seawater levels in comparison with the control plants. The comparison cleared that there were 190 (~83.7%) bands out of the 227 bands initiated by the random primers with tolerant plants and 37 (~16.3%) bands with control plants. However, there were 180 bands out of 190 bands of treated plants showed polymorphism and distributed as 109 (~48.02%) unique polymorphic bands and 71 (~31.28%) of repeated polymorphic bands while the rest 10 bands (~4.4%) represented the monomorphic bands. However, 37 bands of the control plants showed 30 (~13.22%) unique polymorphic bands and 7 (~3.08%) monomorphic bands as compared with the treated plants.
Results of molecular analysis showed that the selected tolerant potato individuals displayed variations in the banding patterns. RAPD banding patterns of potato Lady Rosetta on agarose gel showed ten distinct RAPD profiles generated by five of different 10-mers oligonucleotides primers. Whereas, the recorded RAPD data of potato Lady Rosetta and Cara with five random primers showed highly polymorphism and low levels of similarity between and inside the tested treated samples and the untreated control sample. As shown in (Tables 1, 2, 3, 4 and 5) total 363 DNA bands from the treated and control of potato Lady Rosetta plants were amplified by 5 different 10-mers oligonucleotides primers and scored across the samples. An average of 72.6 DNA bands was amplified per sample/primer combination. However, the treated plants showed ~50.41% unique polymorphic bands and ~29.75% of repeated polymorphic bands and ~6.98% of monomorphic bands as compared with the control plants which showed ~8% unique polymorphic bands and ~4.95% monomorphic bands as compared with the treated plants. However, RAPD banding patterns of potato Cara on agarose gel show nine distinct RAPD profiles generated by different five 10-mers oligonucleotides primers. Whereas, the recorded RAPD data suggest highly polymorphism and low levels of similarity between and inside the treated samples and the untreated control sample. As shown in Tables (6, 7, 8, 9 and 10) a total of 227 DNA bands from the treated and control of potato Cara plants were amplified by 5 different 10-mers oligonucleotides primers and scored across the samples. An average of 45.4 DNA bands was amplified per sample/primer combination. However, the treated plants were ~48.02% of unique polymorphic bands and ~31.28% of repeated polymorphic bands and ~4.4% of monomorphic bands as compared with the control plants which showed ~13.22% unique polymorphic bands and ~3.08% monomorphic bands as compared with the treated plants.
DNA variabilities could be occurred via physical, chemical factors and stresses exposure. Such variations on DNA level could be detected using the "Random Amplified Polymorphic DNA (RAPD)" technique created by (Williams et al., 1990 and Welsh and McClelland 1990) . Such technique is a sensitive technique to point big selection of deoxyribonucleic acid modifications and injury sorts. This is done through detective work variations in band strengths, associate degree gain or loss of deoxyribonucleic acid bands following stresses exposure which may be an indicator for deoxyribonucleic acid changes (Uzonur et al., 2004 , Atienzar and Jha 2004 , Liu et al., 2005 and Swaileh et al., 2008 . Molecular genetic markers are developed into powerful tools to analyse genetic relationships and genetic diversity. As associate degree extension to the variability of existing techniques, polymorphic deoxyribonucleic acid markers and the Random Amplified Polymorphic Deoxyribonucleic Acid (RAPD) technique are also utilized in molecular ecology to see categorization identity, assess kinship relationships, analyse mixed ordering samples and build specific probes. Main benefits of the RAPD technology embody quality for work on anonymous genomes, relevance to issues wherever solely restricted quantities of deoxyribonucleic acid offered, potency technique and low expense (Hadrys et al.,1992) .
RAPDs are DNA parts intensified by PCR utilizing short manufactured preliminaries (ordinarily 10 bp primers) of arbitrary succession. These oligonucleotides serve as both forward and invert groundwork, and are normally ready to magnify parts from 1-10 genomic locales at the same time. Increased pieces, more often than not inside of the 0.5-5 kb size reach, are isolated by agarose gel electrophoresis, and polymorphisms are recognized, after ethidium bromide recoloring, as the vicinity or nonappearance of bands of specific sizes. These polymorphisms are thought to be essentially because of variety in the preliminary tempering locales, yet they can likewise be produced by length contrasts in the opened up succession between groundwork toughening destinations. However, selecting the right succession for the primer is critical on the grounds that diverse groupings will deliver distinctive band patterns and conceivably take into consideration a more particular acknowledgment of individual strains. Also, the principle vantage of RAPDs is that they are snappy and simple to measure. Since PCR is included, just low amounts of layout DNA are required. Since arbitrary primers are economically accessible, no grouping information for preliminary succession is required. Also, RAPDs have a high genomic plenitude and are arbitrarily appropriated all through the genome. Be that as it may, the level of band sharing shows hereditary similitude. RAPD test might in a few cases identify single base changes in genomic DNA (Williams et al.,1990) .
RAPDs have been used for many purposes, ranging from studies at the individual level (e.g. genetic identity) to studies involving closely related species. RAPDs have also been applied in gene mapping studies to fill gaps not covered by other markers. Accordingly, RAPDs could be used for detecting similarities and dissimilarities initiated from genetic changed occurred under stress that led to change of the nucleus DNA or organelles DNA of sexual or somatic cells. Evaluation of salinity tolerance in potato is often difficult and needs long time through the traditional breeding, thus in vitro screening for salinity tolerance in potato is required as rapid and reliable technique. The exchangeable cycles of selection led to create tolerant potato individuals to salinity with new banding patterns not found in the sensitive control plants whereas the degree of band sharing was very low between the selected tolerant individuals and the sensitive control. However, the tolerance to salinity is a polygenic (nonallelic) character and that explain the high degree of polymorphism between and inside the selected tolerant individuals and the control individuals. However, Salt stress induced nuclear and DNA degradation in meristematic cells of barley roots (Katsuhara and Kawasaki,1996) as well as the oxidative damage of the DNA (Dat et al., 2000 and Implay, 2003) . Therefore, RAPD markers provide an efficient assay for polymorphisms, which should allow rapid identification and isolation of chromosome-specific DNA fragments. In these subject genetic stocks carrying deletions or additions of large chromosomal segments could be screened relative to appropriate controls, to identify the region of the genome carrying the deletion or addition (Williams et al.,1990) . It is used to analyze the genetic diversity of an individual by using random primers (Kumar and Gurusubramanian 2011) . Molecular-level differences between the control and mutant plants were elucidated using RAPD-PCR method, and the polymorphism rate according to the selected primers was calculated as 89.66% (Yaycili and Alikamanoğlu 2012) . However, despite the low number of primers used in this study, variations were detected with used five primers. The presented results are in complete agreement with the work of Khan et al., (2014) who detected polymorphism in potato in vitro explants and calli, using low number of RAPD primers. Seemingly, as shown from the detected sequence of DNA of the selected tolerant potato, that, Single Nucleotide Polymorphisms (SNPs) could be detected in some cases, in this respect both SNPs and RAPDs distinguished the species as expected according to their known breeding system and kinds of treatments (Bamberg et al., 2015) and that may support the presented work.
Conclusion and Recommendations
It is concluded that, there is no doubt that, the gain or the loss of parts of the DNA may consider as speculation the reason for salinity tolerance in the presented work. On the other hand, the exposure to salinity stress leads to induce changes on the DNA level.
